
 
Figure S2. Evaluation of mutation signatures inferred by Helmsman.​​ Using simulated 
mutation spectra for 100 samples, generated by Rosenthal et al. ​[1]​ as random linear 
combinations of the 27 mutational signatures described by Alexandrov et al. ​[2]​, we applied 
Helmsman with a rank 27 NMF decomposition to perform de novo signature extraction. This 
heatmap shows the Pearson correlation between each of these 27 inferred signatures (x axis) 
with the 27 known signatures on which these samples were simulated (y axis). For each of the 
Helmsman signatures, the Alexandrov signature with the strongest correlation is indicated in the 
cell containing text. 21 of the 27 Helmsman signatures appear to be very strongly correlated 
with just a single Alexandrov signature (r>0.75), demonstrating that Helmsman’s de novo 
signature extraction recovers the expected mutational signatures.  
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